INTRODUCTION
Calocybe, a small genus of the family Lyophyllaceae (Agaricales), includes approximately 40 widely distributed species [1] . Members of the genus are mainly characterized by the tricholomatoid fruiting body, conical to convex or plane pileus, emarginate and crowded lamellae, cylindrical stipe, cylindrical to clavate and siderophilous basidia, whitish to creamy spore print, ellipsoid basidiospores and usually clamped hyphae [2] .
Calocybe persicolor (Fr.) Singer appears in late summer and fall growing on soil in grassy meadows, parks, less frequently in woods. Although it is an uncommon species, C. persicolor have been reported in Europe, Asia, and America [2] .
According to the checklist on Turkish macromycota [3] , four Calocybe species (Calocybe carnea (Bull.) Donk, C. chrysenteron (Bull.) Singer, C. gambosa (Fr.) Donk and C. ionides (Bull.) Donk were collected but, no information has been reported about the presence and distribution of C. persicolor in Turkey up to date [3] [4] [5] [6] [7] [8] [9] . The present study proves the presence of C. persicolor in Turkey and aims to make a contribution to Turkish mycota.
EXPERIMENTAL

Morphological study
Fungal samples were collected from Ankara University Tandoğan Campus (Ankara) on September 2, 2018. In the research area, relevant macroscopic and ecological features of the fruiting bodies were registered. Routine macroscopic and microscopic investigations were performed with the help of the literature [10, 11] in our laboratory. The identified samples were deposited at Ankara University Herbarium (ANK).
Molecular study
DNA Isolation-The genomic DNA was extracted according to the modified CTAB method [12] . NanoDrop ND-Lite was used to measure DNA concentration and purity of the samples. Table 1 ). The DNA sequences were aligned and assembled using Multiple Sequence Comparison by Log-Expectation (MUSCLE) by Geneious R9 [24] . Molecular phylogenetic analyses were performed using the maximum likelihood method based on the Tamura 3-parameter substitution model via MEGA7 software [25] . One thousand bootstrap replicates were performed [26] .
RESULTS AND DISCUSSION
The systematics of the new record was in accordance with Kirk et al. [1] and MycoBank (accessed 02.2019) [27] . Short descriptions and the ecology of the species were given with the field photos. Through phylogenetic analysis, we revealed two distinct clades as well as an outgroup. The phylogenetic tree which was drawn based on ITS sequences branched into three groups, Clade A and Clade B, and an outgroup (Figure 3 ). The outgroup included Cortinarius anisatus and Amanita muscaria as it was expected. The Clade B was seen to be the largest group which included the members of Asterophora, Leucocybe, Lyophyllum, Tricholomella and Tephrocybe (Figure 3 ). The Clade A was only comprised of Calocybe members and Ank Akata & Altuntaş 166 as well. In addition, C. persicolor showed 99% similarity with Ank Akata & Altuntaş 166.
Description of the newly reported species
C. persicolor is characterized by its pink to pinkish brown, convex to plane pileus, cylindrical stipe, whitish flesh, four-spored and clavate basidia; elliptic, smooth and hyaline basidiospores. C. carnea is a close species but differs with bright pink to pinkish brown fruiting bodies [10] . As the morphological data is not sufficient for the precise identification of fungi, the use of sequence data from conserved DNA regions such as ITS is considered to be an important tool in taxonomy and systematics since last three decades [28, 29] . Moreover, ITS is the most common DNA barcoding marker and thus provides an important source for the researchers to make comparisons of data obtained from their own studies with the one found in the GenBank database. For this reason, we used ITS region for molecular identification and the phylogenetic analysis made based on the ITS regions revealed almost 99% genetic similarity between Calocybe persicolor and the new record (GenBank ID: AF357026) ( Figure 3) . 
